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(A) Schematic representation of the GABRA3 locus, with the exon/intron structure of the reference GABRA3 gene (XM_005274659.1, NCBI RefSeq), which we re-named BT-GABRA3. Arrowheads indicate the approximate position and orientation of PCR primers used in subsequent experiments. (B) A first 5'-RACE experiment, using the SMART technology, was performed on total RNA extracted from the Mi13443-MEL melanoma cell line. Three rounds of nested PCR were applied, using the 5'L adapter sense primer and different antisense primers, as indicated. PCR products resulting from the third amplification round were submitted to gel electrophoresis, and the indicated band was extracted and sequenced. Exon/intron structure of the corresponding transcript is shown, and positions of exons relative to the reference GRCh38 human genome assembly are given. Of note, the upper band was found to result from non-specific amplification. 
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CT-GABRA3#3 Publicly available gene expression microarray data obtained from 45 melanoma cell cultures (dataset GSE4843) were downloaded. Relative probe intensities are reported by the indicated color code in the grid, with each column corresponding to a melanoma cell culture, and each row to a gene. Melanoma cell cultures were ordered according to GABRA3 relative probe intensity values. Probe intensities for several known CG genes are also depicted (MAGEA3 and MAGEA6, as well as CSAG2 and CSAG3 cannot be distinguished because of high sequence identity). Correlation coefficients between relative probe intensity values of CG genes and GABRA3 were calculated. These revealed a significant trend of co-activation of GABRA3 with CG genes. (A) Schematic representation of the 3'-UTR of TET1 (empty bar) with the location of miR-767 seed sequences indicated by red triangles (only 7-mer and 8-mer seeds are depicted). The sequence of miR-767(-5p) is given, as well as the seed match sequences in the 3'-UTR of TET1 (wt). A mutant form of the 3'UTR of TET1 was generated (mut4), which contains the indicated nucleotide changes (underligned) in each of the four seed sequences. (B) HEK293T cells were co-transfected with a luciferase reporter gene linked to either the wt or the mut4 TET1 3'-UTR, and with the indicated miRNAs. Renilla luciferase were measured 24h after transfection, and were normalized with respect to the Firefly luciferase reporter carried on the same vector. Luciferase units are expressed relative to miR-105-transfected control cells, and represent means ±SD (n=4). 
